Background: Coronary heart disease (CHD) is one of the leading causes of mortality and morbidity in China. Genetic factors that predispose individuals to CHD are unclear. In the present study, we aimed to determine whether the variation of FoxOs, a novel genetic factor associated with longevity, was associated with CHD in Han Chinese populations.
Introduction
Coronary heart disease (CHD) is the most common cause of death in China and accounts for approximately one third of all deaths around the world. Multiple risk factors are involved in the cause of CHD, including modifiable factors (life styles, smoking, hypertension, hyperlipidemia, diabetes), and fixed factors (aging, gender, genetic predisposition) [1] . Over decades, the mechanisms of oxidative stress and inflammation in association with endothelial dysfunction and vascular smooth muscle proliferation have been investigated by numerous studies, with reactive oxygen species (ROS) being the common mechanism by which different CHD risk factors trigger atherosclerosis [2, 3] . All these events can be regulated by transcription factors which control the expression of genes associated with the progression of CHD. Therefore, identification of possible transcription factors related with the CHD process may help in efforts to decrease the risk of the disease.
Forkhead transcription factors of the O class (FoxOs), primarily identified as downstream targets of insulin/IGF-1 signaling pathway, consist of four members, FoxO1, FoxO3, FoxO4 and FoxO6 [4] . These transcription factors have been identified as important regulators involved in cellular differentiation, apoptosis, oxidative stress, glucose metabolism and other cellular functions [5, 6] . Furthermore, FoxOs are increasingly considered as potential clinical targets for multiple disorders since they modulate the expression of genes associated with metabolic disease [7, 8] , cardiovascular injury [9] , neurodegeneration [10] , tumorigenesis [11] and cell longevity [12] .
Exploring the genetic contribution to the pathogenesis of CHD has been considered important step for the medical intervention of the disease. With regard to the research on the genetics of FoxOs, it was firstly reported in human soft tissue tumors and leukemias [13, 14] . Recent genome-wide association study in the Framingham population indicated that FoxO1 was strongly associated with the age of death [15] . In addition, several association studies on human longevity highlighted the role of FoxO3 in Japanese, German and Southern Italian [16] [17] [18] . It is probable that FoxO1 and FoxO3 affect longevity through multiple mechanisms, such as insulin resistance, stress responses or proneness to disease. In the cardiovascular system, FoxOs regulate multiple aspects of cellular function in vascular tissues. And FoxO1 and/or FoxO3 are/is considered as apoptosis-regulating gene for the onset of diabetic cardiomyopathy [19] , cardiac hypertrophy [20] and ischemic heart disease [21] . It has been reported that the upregulation of FoxO1 and FoxO3 appears to disrupt cardiac hypertrophy [22, 23] . In a balloon carotid arterial injury rat model, gene transfer of FoxO3 can inhibit vascular smooth muscle cell proliferation and neointimal hyperplasia [24] . The expression of FoxO1 can be stimulated by a1-adrenergic agonists and ultimately lead to apoptotic endothelial cell injury [25] . Considering the possible role of FoxO1 and FoxO3 in the maintenance of vascular homeostasis, in the present study we aimed to investigate the intrinsic association of FoxO1 and FoxO3 with CHD phenotype in Han Chinese. We selected four tagging SNPs of FoxO1 (rs2755209, rs2721072, rs4325427 and rs17592371) and two tagging SNPs of FoxO3 (rs768023, rs1268165). The frequencies of FoxO1 and FoxO3 were testified in Chinese CHD patients from two different regions.
Materials and Methods

Subjects
The cases of this study were all hospitalized patients recruited from two medical centers in Beijing and Harbin. All the CHD patients were diagnosed by one of the following standards: (1) based on World Health Organization criteria in terms of elevations of cardiac enzymes, electrocardiography and clinical symptoms; (2) angiographic evidence of more than 50% stenosis in one or more major coronary arteries; (3) previous history of PCI (percutaneous coronary intervention) or CABG (coronary artery bypass graft). The control subjects matched with the patients for age and sex. And they were recruited from the two medical centers meeting the following criteria: (1) with no family history of CHD in first-degree relatives before the age of 60 in male and the age of 55 in female; (2) no clinical symptoms for CHD; (3) resting electrocardiography(ECG) showed normal results. The participants with no less than 2 risk factors of CHD (age.45 for man and .55 for woman, hypertension, diabetes, overweight, hyperlipidemia) were subjected to treadmill stress test and selected as controls if their ECG were normal without clinical symptoms. Those with history of cardiomyopathy, valvular disease, peripheral vascular disease, stroke, severe hepatic and kidney deficiency were ruled out.
Smokers were defined as individuals who were smoking or who had stopped,1 years before they were enrolled in this study based on self-reports.
Hypertension was diagnosed by the following criteria: (1) at present receiving antihypertensive therapy; (2)blood pressure$ 140/90 mmHg confirmed at least three times of different days.
Diabetes mellitus was defined by: (1) taking hypoglycemic agents; (2) fasting serum glucose$7.0 mmol/L, 2 h postprandial glucose level$11.1 mmol/L in two measurements; (3) oral glucose tolerance test confirmed.
Hyperlipidemia was defined by: (1) taking lipid-reducing treatment (2) total cholesterol $200 mg/dL or low density lipoprotein cholesterol$130 mg/dL.
Body mass index (BMI) was calculated by the formula: body weight (Kg)/height 2 (m 2 ). The metabolic syndrome (MetS) was diagnosed by three or more of the following criteria: elevated WC (waist circumference) (for Chinese, the cut points for WC were $85 cm in men and $ 80 cm in women); TG$1.7 mmol/l; HDL-C,1.0 mmol/l in men and ,1.3 mmol/l in women; BP$130/85 mmHg or on antihypertensive drug treatment in a patient with a history of hypertension; or FPG$5.6 mmol/l.
Written informed consent was obtained from all individuals, and the study protocol was approved by the Ethics Committee of the PLA General Hospital and the Ethics Committee of Harbin Medical University. The study conformed to the principles outlined in the Declaration of Helsinki.
genotyping
Venous blood was collected by standard vein puncture in fasting condition and without intake of any medication either at the time of acute coronary event onset or at most for 2 weeks. Human genomic DNA was extracted from EDTA-anticoagulated blood using the proteinase K methods described previously [26] . Based on the hapmap(CHB+JPT), the four tagging SNPs of FoxO1 (rs2755209, rs2721072, rs4325427 and rs17592371) and the two tagging SNPs of FoxO3 (rs768023, rs1268165) were selected. The selections of the SNPs were based on the following criteria: (1) tag SNPs based on r 2 $0.8; (2) functional position; (3)minor allele frequency.10%. DNA fragments of 120-180 bp containing SNPs were amplified by PCR from 10 ng of genomic DNA from each participant, with the primers listed ( Table 1 ). The amplified DNA fragments were purified and used for genotyping by directsequencing with a BigDye v3.1 kit and running on ABI 3130XL.
Statistical analysis
Continuous data was expressed as mean6standard deviation. The differences in general characteristics between case and control were compared by student t test for quantitative variables and chisquare test for categorical variables. Chi-square test was also used to test for deviation of genotype distribution from HardyWeinberg equilibrium. All statistical analysis was performed with SPSS 17.0. HaploView 4.2 was used to analyze linkage disequilibrium (LD), and LD was demonstrated by r 2 value. r 2 $ 0.8 indicated the SNPs were in a same natural haplotype block. A P-value,0.05 was considered statistically significant.
Results
Characteristics of population
Baseline characteristics of all subjects were presented in Table 2 . CHD patients and non-CHD controls were collected from two 
Genotype distribution and allelic frequencies
We further conducted stratification analysis according to gender, smoking, medical history of hypertension, diabetes mellitus, hyperlipidemia and MetS, and no obvious association between genotype distribution and CHD was observed in CHD patients and non-CHD controls (Table S1,  Table S2, Table S3, Table S4, Table S5 and Table S6 ).
Discussion
In the present study, we identified four tagging SNPs of FoxO1 and two tagging SNPs of FoxO3 with CHD in two geographically isolated Han Chinese populations. And our data showed that these six investigated SNPs of FoxO1/FoxO3 might not be distributed differently between CHD patients and non-CHD controls in population from Beijing and Harbin. Stratification analysis was carried out to understand the interaction between genetic and other risk factors, and the addition of other risk factors seemed not influencing the susceptibility for CHD. These results indicated for the first time that the association of FoxO1/FoxO3 with the risk of CHD was not statistically significant in Han Chinese.
How the genetic determinants contribute to CHD has provoked great interest in recent years. These population-based genomewide association studies (GWAS) were trying to identify specific genotypes and alleles responsible for CHD. As is known, FoxOs, acting as important heredity factors in aging, are important regulators involved in the process of oxidative stress, immune surveillance, vascular tone and cardiovascular development. Besides, FoxOs can modulate the metabolic environment by regulating the expressions of specific enzyme and energydependant proteins [27] . Several lines of evidence demonstrated that FoxO1 and FoxO3 were expressed in murine heart and coronary arteries [28] [29] [30] . Altered FoxO1 function in vascular endothelial cells was reported to be responsible for the observed worsening of lesions [31] . FoxO3 can regulate the expression of certain factors in cardiac fibroblasts, such as peroxiredoxin III-a cardioprotectant [32] . Furthermore, FoxO3 is also expressed in endothelial cells, and it can modulate endothelial cell migration and sprouting during vascular development. However, in our genotyping research, neither FoxO1 nor FoxO3 was testified to be associated with CHD. It may be explained with considerations as follows.
Atherosclerosis in CHD is often confused with vascular aging. Aged vessels show a number of characteristic pathological processes (reduced medial VSMC number, increased collagen deposition, fracture of the elastin lamellae, etc), many of which are also seen in atherosclerosis. However, by the standards of pathology, arteriosclerosis is divided into three types: atherosclerosis of large and medium-sized arteries, monckeberg medical calcific sclerosis of medium-sized arteries, and arteriolosclerosis. Thus, vascular aging is not included among the three types of arteriosclerosis. Vascular aging is a process characterized by various alternations in a physical environment of cells in vessels [33] . Oxygen free radicals and mitochondrial DNA mutations have been closely associated with vascular aging. It is of interest to note that the incidence of atherosclerosis increases with advancing age and aging is a strong risk factor for atherosclerosis [34] . However, large numbers of population-based prospective studies have shown that atherosclerosis is a complex syndrome closely associated with uncontrollable and controllable factors, such as age, gender, smoking, obesity and diabetes mellitus. Although several studies provided promising findings in the association of FoxOs gene with the aging process, due to the various risk factors and the complexity of CHD, the role of FoxOs on the pathogenesis of CHD has not been identified in our study
Oxidative stress plays an important role in the process of atherosclerosis. The dysregulated oxidant and antioxidant balance brings about the alterations in redox status, and subsequently leads to VSMC proliferation, endothelial dysfunction, inflammatory response and lipid peroxidation [35, 36] . All these detrimental events result in vessel wall thickness and vascular remodeling which induce a susceptibility to CHD. However, mounting evidence supports that chronic inflammation plays a central role in the pathogenesis of CHD, which is recognized to occur from the earliest stages of atheroma formation through to plaque rupture and thrombosis [37, 38] . Cytokines secreted by inflammatory cells (T cells, mast cells and monocytes) could contribute to the initiation, development and rupture of atherosclerotic plaque [39] [40] [41] . Therefore, the relative balance of these inflammatory processes will predict the development of CHD. Although CHD is age-associated vascular disease, the contribution of inflammatory cells and mediators in the pathogenesis of CHD should also be emphasized. One of the major biochemical pathways playing a role in the inflammatory process is the NF-kB signaling pathway. Using apoE 2/2 mice, genetic suppression of NF-kB signaling led to a reduction in the size of atherosclerotic lesions [42] . Interestingly, FoxOs have been reported to suppress NF-kB signaling, providing support for the possible vasculoprotective effects of FoxOs [43] . However, we did not observe any association between FoxO1/ FoxO3 variants and CHD. It should be noteworthy that atherosclerosis results from a combination of endothelial, hematopoietic, T-cell and macrophage dysfunction [44, 45] . Thereby, the modulation is very complex. Besides FoxOs, a wide range of extracellular immune stimuli, such as IL-1, IL-6, TNF-a, T-cell receptor and B-cell receptor (TCR and BCR), can mediate the regulation of NF-kB activity [45, 46] . Moreover, it has been reported that genetic polymorphisms/variations in expression of FoxO genes appear to correlate with human autoimmune disease susceptibility and or activity (such as lupus and rheumatoid arthritis) [47, 48] . Of note, the inflammation in CHD, with a special name of ''metabolic inflammation'', has unique features compared to autoimmune diseases. The metabolic inflammation is mainly associated with overnutrition-induced metabolic derangements [49, 50] . May these explain the negative indications for our association study between FoxOs and CHD.
FoxOs have been reported to play a major role in the transcriptional regulation of many proteins which are directly involved in metabolism [51] [52] [53] . Thereby, we also analyzed whether any of the selected SNPs in FoxO1/FoxO3 is associated with gender, smoking, medical history of hypertension, diabetes mellitus, hyperlipidemia and MetS in our study population. But we did not observe any significant association. However, to rule out any association of FoxO1/FoxO3 with CHD, additional studies are required in different populations with different allele frequencies.
In conclusion, we demonstrate that neither FoxO1 nor FoxO3 is associated with CHD in two geographically isolated Han Chinese populations. However, the number of participants in this study is relatively small, and the findings need to be cautious. A multi-center research needs to be carried out to further assess the association of FoxOs with CHD in more ethnic groups and in larger populations. 
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